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Abstract
Background:  Telomeric and subtelomeric regions are essential for genome stability and regular
chromosome replication. In this work, we have characterized the wheat BAC (bacterial artificial
chromosome) clones containing Spelt1 and Spelt52 sequences, which belong to the subtelomeric repeats
of the B/G genomes of wheats and Aegilops species from the section Sitopsis.
Results: The BAC library from Triticum aestivum cv. Renan was screened using Spelt1 and Spelt52 as
probes. Nine positive clones were isolated; of them, clone 2050O8 was localized mainly to the distal parts
of wheat chromosomes by in situ hybridization. The distribution of the other clones indicated the presence
of different types of repetitive sequences in BACs. Use of different approaches allowed us to prove that
seven of the nine isolated clones belonged to the subtelomeric chromosomal regions. Clone 2050O8 was
sequenced and its sequence of 119 737 bp was annotated. It is composed of 33% transposable elements
(TEs), 8.2% Spelt52 (namely, the subfamily Spelt52.2) and five non-TE-related genes. DNA transposons are
predominant, making up 24.6% of the entire BAC clone, whereas retroelements account for 8.4% of the
clone length. The full-length CACTA transposon Caspar covers 11 666 bp, encoding a transposase and
CTG-2 proteins, and this transposon accounts for 40% of the DNA transposons. The in situ hybridization
data for 2050O8 derived subclones in combination with the BLAST search against wheat mapped ESTs
(expressed sequence tags) suggest that clone 2050O8 is located in the terminal bin 4BL-10 (0.95-1.0).
Additionally, four of the predicted 2050O8 genes showed significant homology to four putative
orthologous rice genes in the distal part of rice chromosome 3S and confirm the synteny to wheat 4BL.
Conclusion: Satellite DNA sequences from the subtelomeric regions of diploid wheat progenitor can be
used for selecting the BAC clones from the corresponding regions of hexaploid wheat chromosomes. It
has been demonstrated for the first time that Spelt52 sequences were involved in the evolution of terminal
regions of common wheat chromosomes. Our research provides new insights into the microcollinearity
in the terminal regions of wheat chromosomes 4BL and rice chromosome 3S.
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Background
Two regions are distinguished in the chromosomal end
structure: the telomeric region that caps the chromosome
tip and the adjacent subtelomeric region. Taken together,
the results of recent analyses of subtelomeric DNA and the
current views suggest that the subtelomeric region is
located in the distal chromosomal region between the tel-
omeric and unique chromosome-specific DNA sequences
[1-3]. On the other hand, it should be taken into account
that not all species and not all chromosomes have unique
chromosome-specific DNA sequences in their distal
regions; this is especially true for the polyploid species.
There is a vast literature concerning the structure and func-
tion of telomeric DNA as a specialized end structure in a
wide range of eukaryotes. Briefly, this DNA consists of the
(TTAGGG)n-like sequences and is associated with specific
nucleosomal proteins, which provide the telomere protec-
tion function and regulation of telomere tract length
[4,5]. The first plant telomeric DNA was isolated and
cloned from Arabidopsis thaliana [6]. The Arabidopsis-type
telomere TTTAGGG is conserved and widely occurs
among plants; however, it has not been found in Alliaceae
as well as in many other Asparagales [7,8]. The isolation
and research of distinct repetitive DNA families located at
the chromosomal ends have been so far widely used in
analysis of subtelomeric plant DNA. It has been repeat-
edly demonstrated that the subtelomeric regions of the
chromosomes in plant taxa are composed of various tan-
dem repeat families, some of which are species- and/or
genome-specific [9-12]. In Secale cereale and  Aegilops
speltoides, the species-specific subtelomeric families of tan-
dem repeats constitute about 2% of the nuclear DNA
[13,14]. The measured lengths of various subtelomeric
tandem repeats, their variation patterns, and proximity to
telomeric repeats have been analyzed in detail in tomato,
barley, rye, and rice. In particular, it has been shown that
subtelomeric and telomeric repeats are co-localized on
DNA fragments longer than 300 kb in rice [10]. Based on
the distance between two FISH (fluorescent in situ hybrid-
ization) signals, the distance between subtelomeric and
telomeric repeats on some rice chromosomes was esti-
mated as less than 100 kb [15]. The experiments with
stretched rye chromosome fibrils have clearly demon-
strated that in certain case, the distance between a long tel-
omeric repeat and the immediately adjacent copies of the
subtelomeric repeat pSc250 was less than 4 kb [16]. Vari-
ations in the distance between telomeric repeats and the
subtelomeric satellites following them have been also
observed in tomato [17,18]. It is of interest that the stud-
ies of subtelomeric regions in rye and Aegilops  have
detected diverse combinations of tandemly arranged sub-
telomeric repeats with interspersed non-repetitive
sequences [[16], Salina et al. (unpublished data)]. It has
been shown that mutual arrangement of subtelomeric
repeats and the presence of interspersed unique or low
copy number sequences are chromosome-specific, provid-
ing Silene latifolia as an example [19]. Use of a degenerate
telomere primer and the Vectorette PCR approach has
made it possible to isolate and map the DNA sequences
adjacent to telomeric repeats. Cloning of telomere associ-
ated sequences in barley has demonstrated that in some
cases telomeric repeats are immediately adjacent to subte-
lomeric tandem repeats [20]. Large-scale sequencing of
the genomes of a number of organisms enabled to com-
pletely characterize the structural organization of the sub-
telomeric regions in almost all human chromosomes
[21,22] and certain rice [23] and Arabidopsis  chromo-
somes [3]. The salient findings include multiple segmen-
tal duplications occurring in more than one subtelomeric
region, the presence of mobile elements, chromosome-
specific tandem repeats, abundance of internal
(TTAGGG)n-like sequences, the presence of transcribed
regions, and the putative genes in subtelomeric regions.
The BAC libraries have been recently created and used
intensively for studying the genome of Triticum aestivum
[24]. This has offered unprecedented opportunities for
examining, in particular, the extensive subtelomeric DNA
regions of three homoeologous genomes (BB, AA, and
DD) to get the insights into their reshuffling during for-
mation of the allopolyploid nucleus and evolution. Two
approaches can be used for selecting the subtelomeric
BAC clones, namely, (1) with the help of telomere-specific
probes, providing for choosing the clones that contain tel-
omeric repeats and the associated sequences, and (2)
using as probes the DNA sequences localized by in situ
hybridization to the chromosome ends.
Spelt1 and Spelt52 are the satellite DNA sequences
detected by in situ hybridization on the chromosome ends
of several diploid and polyploid Triticum and Aegilops spe-
cies. Spelt1 sequences are the genome-specific subtelom-
eric tandem repeats of Ae. speltoides (2n = 14), the putative
progenitor of the B and G genomes in polyploid wheats
[12]. The number of Spelt1 localization sites on the chro-
mosome ends of this species is mainly 24-28 per genome,
although some accessions contain smaller number of
these sites. The copy number of Spelt1 is considerably
decreased in the genomes of polyploid species; the maxi-
mal number of hybridization sites, amounting to 12, is
detected on the chromosome ends of the tetraploid wheat
T. timopheevii (GGAtAt genome). In the tetraploid (BBAA)
and hexaploid (BBAADD) wheats of the Emmer group,
the number of the loci containing these repeats varies
from zero to six and Spelt1 is localized to the ends of pre-
dominantly B genome chromosomes [12].
Spelt52 is localized to the subtelomeric chromosome
regions of the three of five diploid species from the section
Sitopsis (Ae. speltoides, Ae. longissima, and Ae. sharonensis)BMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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and is undetectable in the genomes of the remaining dip-
loid species, progenitors of the A and D genomes of hexa-
ploid wheat. In Ae. speltoides, Spelt52 is in the
subtelomeric regions of the majority of chromosomes;
however, the number of chromosomes containing this
repeat decreases to three in the tetraploid wheats of the
Timopheevi  group. Neither Spelt52 nor homologous
sequences were detectable by in situ hybridization in the
Emmer wheats, including soft wheat [12,25].
Both subtelomeric sequences, Spelt1 and Spelt52, are
always detectable by PCR and Southern hybridization in
the genome of wheat even when in situ hybridization fails
to identify these repeats on the chromosomes [26].
The aim of this research was to analyze the organization
of subtelomeric genomic regions containing the Spelt1
and Spelt52 sequences in the B genome of hexaploid
wheat.
Results
Identification of the BAC clones with Spelt1 and Spelt52 
sequences
The location of Spelt1 and Spelt52 at chromosomal ends
and low copy number in the T. aestivum genome were the
advantages enabling Spelt1 and Spelt52 to be used as
probes for selecting appropriate subtelomeric BAC clones.
We screened the T. aestivum (cv. Renan) BAC genomic
libraries, representing 8× genome equivalents, with 1 032
192 clones. The first step consisted in PCR screening of
pools of BAC clones. We used the universal Spelt1(F/R)
and Spelt52(F/R) primers (see Materials and Methods).
The PCR pattern corresponding to a multiband amplifica-
tion, characteristic of tandemly organized DNA
sequences, was obtained for five BAC clones with
Spelt52(F/R) primers. These five BAC clones were used for
further characterization (Table 1). We failed to identify
Spelt1-containing BAC using this PCR screening strategy.
Therefore, we hybridized part of the library (290 000 BAC
clones) with Spelt1 probe and identified four BAC clones
for further analysis (Table 1).
Characterization of candidate subtelomeric clones
The BAC clones identified as containing Spelt1 and
Spelt52 repeats were further characterized as follows:
(1) Determination of insert lengths;
(2) Estimation of the content of repetitive sequence in
cloned DNA fragments, including various repeats
Table 1: The results of comparative BAC-clone analysis
BAC clone no. Selected as 
containing the 
following sequence
Length, kb Content of repetitive sequences Approximate 
content of 
repetitive 
sequences (%)**
In situ 
hybridization 
data
Copy number* Presence**
Spelt1
178 bp
Spelt52
380 bp
pSc 119.2 pAs1
2322J20 Spelt1 93 7 - - - 54 ***
2383A24 113.5 6 - - - 80 Dispersed
2424P01 97 5 - - - 70 Dispersed
112D20 86.5 1-2 5 - - 62 Dispersed
110O07 Spelt52 162.5 - 24 - - 56 Dispersed
110B21 168 - 23 - - 73 Dispersed
2050O8 120 - 27 - - 25 Subtelomeric
478L20 153.5 - 27 - + 33 ***
1487N20 165.5 - 28 - - 62 Dispersed
* Estimated by Southern and dot blot hybridizations, the monomer length is specified for each repeat family; ** estimated by Southern blot 
hybridization; and *** long fragment isolated from the clone has a subtelomeric localization.BMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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occurring in the subtelomeric regions in wheat--Spelt1
[14], Spelt52 [26], pSc119.2 [27], pAs1 [28], and the
telomeric repeat TTTAGGG [6]; and
(3) Hybridization of BAC clones to mitotic metaphase
chromosomes of the common wheat cvs. Chinese
Spring (CS) and Renan.
The results were summarized in Table 1. The size of the
inserted fragments varied from 87 to 168 kb. The compar-
ison of the chosen BAC clones based on the length of frag-
ments obtained by NotI,  HindIII,  BamHI, and EcoRI
hydrolysis showed that the cloned DNA could partly over-
lap in the following BACs: (1) 2322J20 and 2424P01, (2)
110O07 and 1487N20. High content of repetitive DNA
sequences was a characteristic feature of all the chosen
clones. According to Southern hybridization of HindIII,
BamHI, EcoRI fragments of BAC clones to common wheat
total DNA, the highest content of repeats was 80% and the
lowest, 25%. The results of in situ hybridization were con-
sistent, confirming a high content of repeats (mainly of
mobile elements) in BAC clones. The hybridization sig-
nals covered the entire length of T. aestivum chromosomes
for eight of the nine BAC clones (Figure 1a); of these eight
FISH to mitotic metaphase chromosomes of T. aestivum Figure 1
FISH to mitotic metaphase chromosomes of T. aestivum. The cultivars analyzed are (a, b) T. aestivum cv. Chinese 
Spring and (c, d) T. aestivum cv. Renan. Probes were labeled with biotin and digoxygenin, detected with avidin-FITC (green) and 
anti-digoxygenin-rhodamine (red), respectively. The yellow signal arises from colocalized probes. The probe combinations: (a) 
BAC_2322J20 (green) and pSc119 (red); (b) BAC fragment (2322J20/30) (green) and pSc119 (red); (c) BAC_2050O8 (green) 
and pSc119 (red); and (d) Spelt52_2050O8 (red) and pSc119 (green).BMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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clones, two BAC clones (2383A24 and 112D20) hybrid-
ized to a limited set of chromosomes. Predominantly sub-
telomeric location on the common wheat chromosomes
was demonstrated for BAC_2050O8 only; in this clone,
the repeat content was lower then in other clones (Figure
1c, Table 1). The distribution pattern of BAC_2050O8 on
the chromosomes was different. Some of the chromo-
somes, such as 5A, gave a distinct hybridization signal
only at the chromosomal end, whereas in other chromo-
somes, such as 4AL, 5BL, and 7BL, hybridization signal
displayed multiple locations on their distal third. Weak
signals in the interstitial regions of chromosomes indi-
cated that part of the sequences present in this BAC clone
were present not only in telomeres, but also in other chro-
mosome regions. The Spelt1 and Spelt52 contents in the
selected BAC clones were estimated by dot hybridization.
The BAC clones isolated by PCR using Spelt52(F/R) prim-
ers contained 23-28 copies of Spelt52. No Spelt1 repeats
were found in these clones (Table 1). The BAC clones
selected by the hybridization to the Spelt1 probe con-
tained up to seven copies of this repeat. Among them,
Spelt1 was detectable only in single copies in clone
112D20. The Spelt52 sequences were also identified in
clone BAC_112D20, which was originally selected using
the Spelt1 probe (Table 1). To confirm that Spelt1 and
Spelt52 were organized in tandem arrays in the corre-
sponding BAC clones, we assayed the corresponding BAC
clones using two methods: PCR with the primers specific
to these two repeats and RFLP analysis of partially
digested BAC clones (HaeIII for Spelt1 and EcoRI for
Spelt52). The arrays of tandemly arranged Spelt1
sequence were found in BAC clones 2322J20, 2383A24,
and 2424P01 and arrays of Spelt52, in BAC clones
110B21, 2050O8, 478L20, 110O07, and 1487N20 (data
not shown). The BAC clones were also examined for the
presence of the tandem repeats pSc119.2 and pAs1, used
for identification of T. aestivum chromosomes. Part of
these repeats was located in the subtelomeric regions in
the common wheat chromosomes [29]. Southern hybrid-
ization showed that pSc119.2 repeats were absent in these
BAC clones, whereas pAs1 repeats were present in
BAC_478L20 only, giving a rather strong hybridization
signal (Table 1). No telomeric repeats (TTTAGGG)n were
identified in all BAC clones when using telomeric repeat
synthetic probe (see Materials and Methods).
In situ hybridization of BAC fragments
It is very difficult to accurately localize wheat BAC clones
on chromosomes using in situ hybridization, because they
are very rich in repetitive DNA sequences, mainly trans-
posons, present everywhere on the chromosomes [30].
Thus, we attempted to localize these BAC clones through
their fragmentation and in situ hybridization of the
derived fragments on the chromosomes of common
wheat. The procedure consisted in (1) choosing and
hybridization of BAC fragments covering more than 10 kb
and free of repeats or repeat-poor and (2) hybridization of
the fragments containing Spelt52 sequences. The repeat-
poor BAC fragments were chosen based on hybridization
of BAC restriction fragments with total wheat DNA and
with the Spelt1 and Spelt52 probes. The DNA fragments
of 10 kb and longer were used as probes for in situ hybrid-
ization. Consequently, we succeeded in isolating frag-
ments of about 30 kb (2322J20/30) and 40 kb (478L20/
40) from BAC clones 2322J20 and 478L20, respectively.
These two fragments were localized to the subtelomeric
chromosome regions; the result of in situ hybridization of
2322J20/30 is shown in Figure 1b. A fragment of about 21
kb was isolated from BAC_2050O8. In situ hybridization
of this fragment confirmed its subtelomeric localization;
however, this approach failed to identify precise chromo-
some localizations of BAC_2050O8. For the remaining
BAC clones, the attempts to identify repeat-poor frag-
ments were unsuccessful, presumably, because of the
abundance of repetitive sequences (Table 1). The presence
of Spelt52 tandem repeats with the total length of 8500-
10 000 bp (the monomeric unit of 380-390 bp) in the
BAC clones of cv. Renan made this repeat advantageous as
a probe for localizing BACs (Table 1). With this in mind,
we performed in situ hybridization of a PCR fragment of
BAC_2050O8 (Spelt52_2050O8), obtained using
Spelt52(F/R). Spelt52_2050O8 hybridized to the ends of
three chromosome arms: 1BS, 4BL, and 7BL (Figure 1d).
Analysis of nucleotide sequence of subtelomeric 
BAC_2050O8
For a more detailed analysis of the structure of subtelom-
eric DNA, the BAC_2050O8 with a predominant subtelo-
meric  in situ localization was completely sequenced
according to Chantret et al. [31]. The obtained sequence
was annotated according to the following strategy. First,
the repetitive sequences were identified in the Triticeae
Repetitive Sequence Database (TREP) [32] using the
BLASTN and BLASTX algorithms [33] and in the RepBase
[34] using the CENSOR program [35]. Then, we predicted
the genes using the GeneMark.hmm [36] and FGENESH
programs [37]. The structure of the ~120 kb BAC clone is
shown in Figure 2. The transposable elements identified
in 2050O8 were listed in Table 2. All the repetitive
sequences (including transposons and tandem repeats) in
this BAC clone constituted 48.9%. Interestingly, DNA
transposons were predominant, representing 24.6% of
the entire BAC clone length, whereas retrotransposons
constituted only 8.4%. The main DNA transposon sub-
class in subtelomeric BAC_2050O8 was CACTA, consti-
tuting 53.1% of all transposable elements and 17.5% of
the BAC clone length. CACTA was represented by Caspar
and Isaac elements with complete ends and partial Jorge
and Fergat  elements (Table 2). Caspar_2050O8 was 11
666 bp in length; in addition, it was the only full-lengthBMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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element, which contained two ORFs (open reading
frames) corresponding to the transposase and CTG-2
genes. The Spelt52 sequence represented 8.2% of the total
BAC clone length (Table 2). Sequence analysis confirmed
that aside from Spelt52, no other tandem repeats were
identified. Five hypothetical genes were identified and
accounted for 6.1% of the total BAC clone length. Analysis
of the predicted ORFs, which were not the parts of trans-
posable elements, was detailed in Table 3. The first two
genes were homologous to the hypothetical rice genes and
contained conserved xyloglucan endotransglycosylase
and riboflavin deaminase-reductase domains; the third
was a putative gene for peroxisomal membrane protein
PEX11-1. The remaining two ORFs were hypothetical
genes: one contained the armadillo/beta-catenin-like
repeats, and the other was unknown, predicted by
FGENESH [37] and GeneMark.Hmm [36]. The genes were
separated by LINE retrotransposon insertion and unas-
signed DNA sequences. BLAST alignments of the
BAC_2050O8 sequence and the contigs containing
mapped wheat ESTs (expressed sequence tags) from
GrainGenes database [38] identified two contigs, 1802
and 11876, with a high homology to 2050O8 sequence.
EST contig 1802 was located on chromosomes 6AS and
6BL [http://wheat.pw.usda.gov/cgi-bin/westsql/con
tig.cgi, NSFT03P2_Contig1802]. The level of homology
between EST consensus 1802 (length 489 bp, location on
6AS and 6BL) and BAC 2050O8 sequence (length 501 bp,
position 98604-99104 bp) was 86%. The corresponding
region of 2050O8 was annotated as unassigned DNA
sequences. The homology of the other EST contig 11876
[http://wheat.pw.usda.gov/cgi-bin/westsql/contig.cgi,
NSFT03P2_Contig11876] (length 826 bp, location on
5AL, 4BL, and 4DL) to BAC_2050O8 was higher (97%) in
a 805 bp stretch, and the region of homology was in the
region of the putative peroxisomal membrane protein
PEX11-1 (Table 3). It was of interest that comparison of
the exon-intron structure between PEX11-1_2050O8 and
EST contig revealed a complete correspondence of the EST
to the coding part of the gene. Comparison of restriction
sites in BAC_2050O8 with the mapping data for EST con-
tig 11876 http://wheat.pw.usda.gov/cgi-bin/westsql/
map_image.cgi suggested that BAC_2050O8 was local-
ized to the telomeric part of chromosome 4BL (bin 4BL-5
0.86-1.0). BAC_2050O8 could be more precisely local-
ized according to the homology with EST sequence
BE638121 from contig 11876, which was mapped to the
telomeric bin 4BL-10 0.95-1.0 [39].
We performed the BLAST search for the predicted genes in
BAC_2050O8 and their protein products in the Rice
Genome Annotation Project Database [40]. We found
that the four predicted wheat genes, displaying a signifi-
cant homology to four putative rice genes, belonged to
clone OSJNBa0056G13 pseudomolecule (virtual contig),
located at the distal end of rice chromosome 3S [http://
rice.plantbiology.msu.edu/cgi-bin/gbrowse/rice/
?name=OSJNBa0056G13, GenBank:AC134236] (Table
3). The rice genes were located close to each other, and
their order was the same as that of the corresponding
genes in BAC_2050O8; however, one of the genes,
namely, Os03g02610, was in the opposite orientation as
compared with BAC_2050O8. All wheat genes showed a
significant homology at the amino acid and nucleotide
levels to the putative expressed rice genes. At the amino
acid level, gene_2050O8-3 matched best to the rice puta-
tive protein Os03g02590 (peroxisomal membrane pro-
tein PEX11-1), displaying 87% homology over the entire
length. Both these genes (rice and wheat) had six introns
of about 100 bp. The identity of coding sequences is 81%;
71% of the nucleotide changes were synonymous. The
identity of introns is 37-47%.
Other genes also demonstrated significant homology to
rice (E < e-80 for protein): at the amino acid level,
gene_2050O8-1 was homologous to Os03g02610
(xyloglucan endotransglycosylase/hydrolase protein 5
precursor), gene_2050O8-2 to Os03g02600 (riboflavin
biosynthesis protein ribD), and gene_2050O8-4 to
Os03g02580 (armadillo/beta-catenin-like repeat family
protein) (Table 3).
Analysis of Spelt52 nucleotide sequences in BAC_2050O8
The Spelt52 sequences in BAC_2050O8 were organized as
two arrays of repetitive units with a "head-to-tail" orienta-
tion. The first array consisted of seven complete units and
one truncated fragment at its 3' end. The second array was
located 1375 bp from the first and consisted of 18 com-
plete and two outermost truncated units.
To estimate the degree of Spelt52 sequence conservation
in BAC_2050O8, we aligned the nucleotide sequences of
Structural organization of T. aestivum genomic stretch of 119  737 bp tagged by Spelt52 subtelomeric repeats Figure 2
Structural organization of T. aestivum genomic 
stretch of 119 737 bp tagged by Spelt52 subtelomeric 
repeats. In the names of transposable elements, "p" at the 
end means a partial element with deletions at the ends.
Wilma-1p
Jorge-1p
Caspar-1
Isaac-1
12 3
LINE-2p
4 5
Fergat-1p
Spelt52 n=27
Mutator-1 Mutator-2p
Retrotransposon
DNA-transposon Gene
Spelt52 8.4 %
24.6% 6.1%
8.2%
LINE-1p
MITE
1 bp 119737 bpBMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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25 complete units using the Multalin program [41] and
calculated for each monomer the percentage of identity to
the consensus sequence obtained from the Multalin align-
ment [see Additional file 1]. The mean identity to the con-
sensus was 93% (within the range of 88-96%). There were
no specific differences between the elements from the first
and second arrays.
To investigate the evolution of Spelt52 repeat in Triticeae
species, all the publicly available Spelt52 sequences were
used. Five Spelt52 sequences [GenBank: AY117400,
AY117401, AY082346, AY082347, Z21644] were found,
all derived from Ae. speltoides genome. It was earlier dem-
onstrated that the Spelt52 repeat family consisted of two
types of monomeric units: Spelt52.1 and Spelt52.2, which
Table 2: List of transposable elements identified in BAC clone 2050O8.
Class, subclass, family Copy number Length, bp %
Class I elements (retrotransposons) 10 100 8.4
LTR-retrotransposons (Gypsy-like, Wilma) 1 2577 2.2
Non-LTR retrotransposons (LINE) 2 5756 4.8
Inverted repeats similar to O. sativa LINE reverse transcriptase 2 1767 1.4
Class II elements (DNA transposons) 29 053 24.6
CACTA 4 20 962 17.5
Caspar 11 1  6 6 6
Isaac 15 8 1 7
Jorge 12 2 1 0
Fergat 11 2 6 9
Mutator 2 7674 6.4
Similar to Harbinger transposase 1 417 0.4
MITE 4 319 0.3
Other known repeats 19 019 15.9
Spelt52 tandem repeats 27 9825 8.2
Other tandem repeats (monomer of > 80 bp) 1526 1.3
SSRs 351 0.3
GSS + STS 869 0.7
Direct repeats (> 100 bp) 509 0.4
Region of homology to
AY485644 4374 3.7
AY951944 1565 1.3
Genes 5 7257 6.1
ESTs 8559 7.1
Unassigned sequence 45 430 37.9
Positions of the elements in BAC clone are indicated; SSRs, simple sequence repeats; GSS (genome survey sequences) + STS (sequence-tagged 
sites); and ESTs, expressed sequence tags.BMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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shared a conserved 280 bp region and had short (110 and
96 bp) variable regions [26]. AY117400 and AY117401
were the Spelt52.1 and Spelt52.2 monomers, respectively,
whereas clones AY082346, AY082347, and Z21644 con-
sisted of two Spelt52.1 and Spelt52.2 monomeric units.
We performed phylogenetic analysis of all the repeat
monomers that contained conserved and variable regions.
For Spelt52 sequences from BAC_2050O8, we took the
consensus of 25 complete monomeric units. We consid-
ered the consensus as an adequate representative of the
bulk of Spelt52_2050O8 sequences, because the mono-
mer sequences displayed no specific differences. The phy-
logenetic tree constructed using MEGA4 [42] contained
two major branches formed by Spelt52.1 and Spelt52.2
sequences. The T. aestivum consensus clustered with the
Spelt52.2 sequences of Ae. speltoides, indicating that
BAC_2050O8 contained only the monomers of Spelt52.2
subfamily (Figure 3).
Discussion
Spelt1 and Spelt52 as probes for isolating subtelomeric 
clones
The gaps remaining in the telomeric regions pose hin-
drances to complete sequencing of eukaryotic genomes
[22]. New genomic libraries were constructed using vari-
ous plasmid vectors for closing gaps and capturing the tel-
omeric sequences [23,43]. The diversity of DNA that
marks the telomeric/subtelomeric regions facilitates the
task of sequencing regions at the chromosomal ends. This
is quite timely in view of the wheat genome sequencing
initiative [44]. Our relevant finding was that Spelt1 and
Table 3: List of genes predicted in BAC clone 2050O8.
Number
in Figure 2
Function Position Length Note
1 Conserved hypothetical protein containing xyloglucan 
endotransglycosylase domain
30 566-
31 296
235 aa
731 bp
Similar to OsJ_008848, Os03g02610 EST: +
2 Conserved hypothetical protein containing riboflavin 
deaminase-reductase and pyrimidine reductase domains
35 299-
37 418
396 aa
2120 bp
Similar to OsI_009521, Os03g02600 EST: +
3 Putative peroxisomal membrane protein PEX11-1 41 950-
43 275
237 aa 
1326 bp
Similar to Os03g0117100, Os03g02590 EST:+
4 Conserved hypothetical protein containing armadillo/beta-
catenin-like repeats
58 480-
60 177
565 aa 
1698 bp
Similar to OsI_009519, Os03g02580 EST:+
5 Unknown, predicted by FGENESH and GeneMark.hmm 60 788-
62 170
273 aa 
1383 bp
No significant similarity to proteins and ESTs
Phylogenetic tree of the Spelt52.1 and Spelt52.2 sequences from T. aestivum and Ae. speltoides Figure 3
Phylogenetic tree of the Spelt52.1 and Spelt52.2 sequences from T. aestivum and Ae. speltoides. Ae. speltoides 
sequences Spelt52.1 and Spelt52.2 were taken from GenBank. All Spelt52 sequences contained in T. aestivum BAC_2050O8 
were represented by the consensus Spelt52_2050O8 sequence. Neighbor-joining phylogenetic tree with 500 bootstrap repli-
cates was constructed using MEGA4 software package [42].BMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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Spelt52 sequences were specific markers of the chromo-
some ends of Ae. speltoides and several polyploid wheat
species. Hybridization of Spelt52_2050O8 probe to the
wheat cv. Renan chromosomes detected three sites with a
weak signal per haploid genome at chromosome ends
(Figure 1d). Spelt1 was localized on two chromosome
ends per haploid genome of cv. Renan; one site gave a
rather strong hybridization signal (data not shown). Use
of Spelt1 and Spelt52 for screening the BAC library of cv.
Renan enabled us to choose nine clones presumably asso-
ciated with the subtelomeric regions (Table 1).
BAC_2050O8 was localized by in situ hybridization (at
the levels of both the clone and subclones) predomi-
nantly to the subtelomeric chromosome regions (Figures
1c, d). Comparing the in situ hybridization data for the
Spelt52_2050O8 and the BLAST search against the wheat
mapped EST contigs [38], we localized 2050O8 to the end
of 4BL. A subtelomeric localization of two additional BAC
clones, 2322J20 and 478L20, was demonstrated by in situ
hybridization of their subclones 2322J20/30 and 478L20/
40, respectively (Figure 1b). Since the Spelt52 probe
hybridizes only with the subtelomeric regions of chromo-
somes 1BS, 4BL, or 7BL, we can assume that the BAC
clones containing over 23 copies (8740 bp) of the Spelt52
repeats were from the subtelomeric regions of chromo-
somes 1BS, 4BL, or 7BL (Table 1). Of the Spelt1-contain-
ing BAC clones, 2424P01, partly overlapping with clone
2322J20, can be also ascribed to subtelomeric regions
(Figure 1b). The in situ hybridization on the chromo-
somes of cv. Renan detected two terminal blocks per hap-
loid genome. However, the screening of BAC library with
Spelt1 probe found no clones containing Spelt1 regions
with a length exceeding 5000 bp (the region of repeated
DNA detected by in situ hybridization) (Table 1). Two rea-
sons can explain the absence of extended Spelt1 regions in
the selected clones, namely:
(1) The terminal chromosome regions, containing
longer Spelt1 repetitive sequences, escaped cloning
when obtaining the genomic BAC library of T. aesti-
vum cv. Renan, as they could be cut off by the restric-
tion endonucleases EcoRI, HindIII, and BamHI, used
for hydrolysis [24]; and
(2) A high recombination activity in the region of
Spelt1 repeats could result in discharge of part of these
repeats during construction of this library. Such effects
were observed earlier when we attempted to clone the
tandem Spelt1 repeats with a length of 2000 bp and
more (unpublished data). A high recombination level
leading to deletions of Spelt1 repeats in the progeny of
individual self-pollinated plants was also observed
[45].
A subtelomeric localization of two clones, 2383A24 and
112D20, was questionable because of a low Spelt1 and
Spelt52 copy number and a failure of in situ hybridization
approach in determining their precise localization. Thus,
the example of Spelt1 and Spelt52 repeats demonstrated
that satellite DNA sequences from the subtelomeric
regions of diploid wheat progenitor can be used for select-
ing the BAC clones from the corresponding regions of
common wheat chromosomes.
Specific features in organization and evolution of Spelt52 
repeats
The Spelt52 repeats were undetectable in polyploid
Emmer wheats (BBAA and BBAADD genomes) by in situ
hybridization [12,25]. On the other hand, both blot
hybridization and PCR indicated the presence of individ-
ual sequences belonging to this family in some studied
accessions of the polyploid wheats with the BBAA and
BBAADD genomes [46]. The failure of in situ hybridiza-
tion in detecting these sequences can result not only from
that detection of the DNA sequences shorter than 5000 bp
by this method is hindered, but also with the divergence
between the probe used for hybridization and the homol-
ogous sequences within the studied species. In particular,
it has been shown that two probes with a homology of
87.3% give quite different hybridization patterns of the
tandem repeat family pAs1, found in the genomes of Ae.
tauschii and barley [47].
Use of the primers for Spelt52 repeat allowed us to detect
a tandem organization of several BAC clones already
when screening the BAC library. The amplification of
Spelt52 fragments using the same primers and
BAC_2050O8 as a template and produced probe for
hybridization allowed us for the first time to localize
Spelt52 repeats in the chromosomes of common wheat by
in situ hybridization to the ends of chromosome arms
1BS, 4BL, and 7BL of wheat cv. Renan. Note that the PCR
fragment of Spelt52 sequence was successfully mapped
earlier to the end of the genetic map of 4BL chromosomes
[39].
The 25 Spelt52 sequences detected in BAC_2050O8 dis-
played a high level of homology (on the average, 93%).
Although BAC_2050O8 contains two regions with
Spelt52 tandems, the clustering of repeated units into two
groups according to the primary structure was not
observed. It is impossible to compare it with extended
Spelt52 tandem regions of other accessions and species as
the corresponding tandem regions are absent in the rele-
vant databases. Spelt52 family contained two types of
repeated units -- Spelt52.1 and Spelt52.2; note that these
monomers in the majority of the studied accessions Ae.
speltoides alternate [26]. The tandems formed by Spelt52.2
sequences have been found only in one Ae. speltoidesBMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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accession, TS01. In the hexaploid wheat genome, in
BAC_2050O8, we detected only Spelt52.2 tandem
sequences (Figure 3). Taking into account that Ae.
speltoides is the most likely donor of the B/G genomes of
polyploid wheats, it would be useful to include the pres-
ence of different variants of the tandem arrangement of
Spelt52 in the phylogenetic studies of Sitopsis and Triticum
species.
A characteristic feature of the tandem repeats is their abil-
ity to amplify during the evolution, thereby increasing
their copy numbers and creating a high level of intraspe-
cies polymorphism in the copy number [48]. An illustra-
tive example of such variation is the Spelt1 family with the
repetitive unit of 178 bp. The number of sites where this
repeat is localized varies in a wide range in both Ae.
speltoides, for which it is genome-specific, and in polyploid
species, to whose formation Ae. speltoides has contributed
[12]. Both individual plants of the same accession and the
progeny of the same plant can differ in the copy number
of this repeat [45]. The level of Spelt52 polymorphism is
also rather high [12].
The amplification of the same tandem subtelomeric repet-
itive DNA sequences in evolutionary remote cereal species
has been described, whereas such amplification is absent
in closely related species. For example, the repeat family
350 bp/pSc200/pSc74 is characteristic of Secale cereale, S.
montanum, Dasypyrum villosum, D. breviaristatum, and
Agropyron cristatum; however, it has not been detected by
hybridization in other rye species [49]. Spelt52 repeats
have been localized to chromosomes of Ae. speltoides and
other two from four Sitopsis species (Ae. longissima and Ae.
sharonensis) [12,25]. The diversity on the presence of tan-
dem repeats in the subtelomeric chromosome regions of
various cereal species suggested the existence of a com-
mon pool of sequences able to amplify during evolution,
forming a subtelomeric repeat family. Cloning and PCR
analysis of the amplification product obtained from the
rice (belonging to other cereal tribe) genome using the
primers specific to Spelt1 and Spelt52, we detected no
homology to either Spelt1 or Spelt52 repeats except for
the primer sequences (EA Salina, unpublished data). We
have not also found any degenerate sequences or
sequences homologous to Spelt52 repeat when compar-
ing wheat syntenic BAC_2050O8 and rice
OSJNBa0056G13 pseudomolecule. Presumably, the pool
of the common sequences involved in amplification
events during evolution exists yet is stringently confined
to the frame of a taxonomic unit. Most likely, such unit for
cereals is a tribe.
Microcollinearity in the region of BAC_2050O8 of wheat 
chromosomes 4BL and rice chromosome 3S
According to the data on distribution of EST DNA
sequences, the wheat group 4 chromosomes display the
most pronounced similarity to the short arm of rice chro-
mosome 3 [39,50,51]. Individual deviations from colline-
arity were observed in the centromeric regions and distal
part of the consensus chromosome 4BL map. The distal
region of wheat chromosome 4BL has been compared in
detail with rice pseudochromosome 3S [39]. The most
pronounced distinctions were recorded in the terminal
telomeric bin 4BL-10 (0.95-1.0), which displayed a higher
recombination level. BAC_2050O8, which contains a
sequence with a 90% homology to EST BE638121, is
located at a distance of 17 mapped ESTs from the 4BL
chromosome end (about two-thirds of the entire terminal
bin) [39]. The four putative rice genes, belonging to
OSJNBa0056G13 pseudomolecule and displaying a sig-
nificant homology to four predicted wheat gene in
BAC_2050O8, are located at a distance of about 870 kb
from the end of rice chromosome 3S. The terminal
regions of wheat (BAC_2050O8, chromosome end) and
rice (OSJNBa0056G13, chromosome end) displayed the
following differences: (1) 10 of the 17 wheat ESTs located
in this region have no homologous sequences in rice, and
(2) the DNA sequences covering about 500 kbp from the
end of chromosome 3S have no homologs on chromo-
some 4BL (according to BLAST results on February 20,
2009). In addition, comparison of the order of wheat ESTs
and rice pseudomolecules suggested that at least two
inversion events have occurred in this chromosome
region besides duplications (data not shown). The
changes in orientation of the first of the four genes pre-
dicted in BAC_2050O8 (encoding a hypothetical protein
with xyloglucan endotransglycosylase domain) relative to
the corresponding rice genes can result from such inver-
sions. Note that the rice region (in OSJNBa0056G13) con-
taining these four genes is of 9556 bp versus 29 612 bp of
the corresponding wheat region in BAC_2050O8 (Table
3). This difference results from an enlarged intergenic
region in BAC_2050O8 (totally amounting to 23737 bp
versus 3641 bp in rice). The intergenic regions in
BAC_2050O8 contains two degenerated LINE elements
(2941 and 2815 bp), one MITE element (117 bp), and an
unassigned sequence. At the nucleotide level, the inter-
genic regions of rice and wheat showed no similarity to
each other, and the regions flanking this block of genes in
rice showed no similarity to the overall BAC_2050O8
sequence.
The wheat regions containing the four predicted genes in
BAC_2050O8 is more than threefold longer that the cor-
responding region from rice OSJNBa0056G13, whereas
the overall wheat genome exceeds the rice genome more
than 40-fold and the distal region of chromosome 4BL isBMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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30-fold longer than the corresponding homologous
region in rice [39]. Thus, it is most likely that the wheat
genome increased in the regions free of genes. In the case
of BAC_2050O8, these are the regions of retrotrans-
posons, CACTA transposons, Spelt52 tandem repeats, and
unassigned sequences.
Conclusion
Analysis of the T. aestivum cv. Renan BAC clones tagged by
subtelomere-specific sequences Spelt1 and Spelt52
allowed us to demonstrate the utility of Spelt1 and
Spelt52 subtelomeric repeats for isolation of the BAC
clones carrying subtelomeric DNA from genomic librar-
ies. Analysis of the entire 119 737 bp nucleotide sequence
of BAC_2050O8, the subtelomeric localization of which
was demonstrated by FISH, provided new data on the pri-
mary structure of one of the distal regions in the T. aesti-
vum B genome. In BAC_2050O8, class II transposons are
predominant and constitute 24.6% of the entire clone
length, while class I transposons account only for 8.4%,
although the latter transposon class is prevalent in major-
ity of the other published Triticeae BAC clones [52-54].
Among class II transposons, the most abundant is CACTA
Caspar_2050O8.
The profound analysis of BAC_2050O8 sequence together
with FISH of Spelt52 sequences derived from
BAC_2050O8 allowed us to localize it to the terminal bin
4BL-10 (0.95-1.0). A microcollinearity of the wheat
(BAC_2050O8, 4BL) and rice (OSJNBa0056G13, 3S)
gene regions, encoding three hypothetical proteins and
putative peroxisomal membrane protein PEX11-1, was
demonstrated. It was shown for the first time that Spelt52
sequences have been involved in the evolution of the ter-
minal regions in hexaploid wheat chromosomes.
Methods
BAC library screening
The BAC clones carrying subtelomeric tandem repeats
Spelt1 and Spelt52 [26] were obtained from the genomic
BAC library of T. aestivum cv. Renan [24] by hybridization
with Spelt1 probe and PCR screening using the primers
specific to Spelt52.
Pulsed-field gel electrophoresis (PFGE)
BAC DNA preparation was obtained with a modified alka-
line lysis procedure [55]. To estimate the insert length of
BAC clones, BAC plasmid DNA (2 g) were digested with
NotI to release the insert from the vector. Restriction frag-
ments were separated in 1% (w/v) agarose gel (14°C, 15
h, 150 V, ramped from 1 to 15 seconds) using a contour-
clamped homogeneous electric field (CHEF) [56]. The
electrophoresis buffer was 0.5 × TBE (45 mM Tris-borate
pH 8.0 and 1 mM EDTA). Lambda concatemer was used
as a molecular size standard. The lengths of restriction
fragments were measured using the Gel analysis v1.0 pro-
gram (Lytech, Russia)
PCR analysis
The specific primers were used for Spelt1 (Sp1F, 5'-tccaa-
accat-ccccg-tcaag-cg-3' and Sp1R, 5'-aagtt-cttct-ggccg-
tgcca-ta-3') and Spelt52 (Sp52F, 5'-gcaca-caaac-ccgga-
gaaag-t-3'and Sp52R, 5'-tcccc-gtttc-ttctc-tagcc-t-3') [26]
repeats. PCR analysis of BAC clones was performed in an
Eppendorf Mastercycler according to the following mode:
30 cycles of 1 min at 94°C, 1 min at 55°C, and 2 min at
72°C followed by a final stage of 15 min at 72°C. PCR
products were separated by electrophoresis in 1% agarose
gel.
Southern blot hybridization
Plasmids with inserted telomere-associated tandem
sequences Spelt1 and Spelt52, isolated from Ae. speltoides;
pSc119.2 from S. cereale; and pAs1 from Ae. tauschii were
used as probes [14,26-28]. Telomeric repeat synthetic
probe was obtained by PCR according to the protocol
originally described by [57]. Spelt1, Spelt52, pSc119.2,
and pAs1 probes were labeled by the random hexamer
method with -32P-dATP (Amersham Pharmacia Biotech,
United Kingdom) using Klenow fragment [58]. BAC DNA
(2 g) were digested by HindIII, BamHI and EcoRI restric-
tion endonucleases, or partially digested with HaeIII (for
Spelt1) and EcoRI (for Spelt52), separated in 1-1.2% aga-
rose gel, and transferred to a Hybond-N+ membrane
(Amersham Pharmacia Biotech, United Kingdom). Filters
were first moistened by floating in 2 × SSC. Pre-hybridiza-
tion was carried out at 65°C for 4 h in 6 × SSC, 5 × Den-
hardt's solution, 0.5% SDS, and denatured salmon sperm
DNA (100 mg/ml). Hybridization was conducted at 65°C
for 16 h in the same solution with denatured labeled
probe (1 ng/ml). After hybridization, filters were washed
at a room temperature in 2 × SSC, 0.1% SDS; 0.5 × SSC,
0.1% SDS and 0.1 × SSC, 0.1% SDS for 15 min each. The
membranes were exposed with Kodak X-ray film for a few
hours to 3-7 days at -70°C depending on signal intensity.
Dot blot hybridization
The copy number of Spelt1 and Spelt52 sequences in BAC
clones was estimated by dot blot assay [59]. The serial
dilutions (1, 0.5, 0.1, and 0.05 g) of each BAC DNA were
spotted onto a Hybond N+ membrane. The plasmid DNA
with Spelt1 and Spelt52 inserts were used as a standard
with a copy number of 108 to 1011. BAC and plasmid DNA
concentrations were determined by spectrophotometry
and gel electrophoresis. The DNA samples were denatured
with 0.3 M NaOH for 20 min before spotting, neutralized
after spotting with 2 × SSC for 5 min, cross-linked to
membrane using UV light, dried, and used for dot blot
hybridization. The conditions of pre-hybridization and
hybridization were as described above for Southern blotBMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
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hybridization. The signal intensity was counted for each
spot by a MiniBeta (LKB). The mean number of counts of
the  -32P-dATP-labeled Spelt1 and Spelt52 probes was
calculated for each BAC. The copy number of specific
sequences in BAC DNA was estimated by comparing the
hybridization intensity with the standard.
Fluorescence in situ hybridization (FISH)
For fluorescence in situ hybridization, we used BAC
clones, recombinant plasmids, synthetic telomeric
probes, or large specific DNA fragments. Large specific
DNA fragments (more than 10 kbp long and containing
no repetitive sequences) were isolated from agarose gel
according to [55]. BAC DNA was treated with restriction
endonucleases BamHI, HindIII, and EcoRI, ran through
agarose gel until fragments separated well, transferred to
Hybond N+ membrane, and hybridized with -32P-dATP-
labeled total DNA of T. aestivum cv. Chinese Spring. The
bands that showed no hybridization signals and were
longer than 10 kbp were isolated and labeled. DNA probe
(1  g) was labeled by nick translation to incorporate
biotin-16-dATP (Life Technologies, Gibco BRL) or digoxi-
genin-11-dUTP (Boehringer Mannheim) according to the
manufacturers' protocol. Telomeric probe was labeled by
PCR to incorporate biotin-16-dATP (Life Technologies,
Gibco BRL). Metaphase chromosomes were prepared and
FISH was performed according to [12] with minor modi-
fications. To identify chromosomes carrying signals, we
used the probe combinations pSc119.2 + BAC and pAs1 +
BAC. The chromosomes were identified according to
standard chromosome nomenclature [60,61].
BAC sequencing and sequence analysis
BAC shotgun sequencing and sequence assembly were
carried out at the National Center of Sequencing (Evry,
France) as described [31]. Sequence annotation was done
according to the Guidelines for Annotating Wheat
Genomic Sequences from the International Genome
Wheat Sequencing Consortium [44]. The procedure was
two-step, including identification of repetitive elements
and identification of gene structure. For identification of
DNA repetitive elements, we screened the Triticeae Repet-
itive Elements Database at GrainGenes (TREP) [32], Rice
Genome Annotation Project Database [40], NCBI non-
redundant nucleotide databases [62] using the BLASTN
algorithm [33] with a cutoff value of 1e-5, and RepBase
[34] using CENSOR program [35]. Hypothetical transpos-
able element proteins were identified by BLASTX algo-
rithm against TREP hypothetical protein and NCBI non-
redundant protein databases. Gene structures in
BAC_2050O8 were identified by integrating the results of
predictor programs GeneMark.hmm [36] and FGENESH
[37]. The putative functions were assigned through
BLASTN searches against NCBI EST database (dbEST),
BLASTP, and BLASTX searches against NCBI non-redun-
dant protein and Rice Genome Annotation Project data-
base [40] according to criteria described in the Guidelines
for Annotating Wheat Genomic Sequences [44]. The DNA
sequences that were not assigned to transposable ele-
ments or genes were considered as unassigned DNA. The
alignments of Spelt52 nucleotide sequences were per-
formed by Multalin program [41]; phylogenetic trees were
constructed using a neighbor-joining method by MEGA4
software package [42]. The nucleotide sequence reported
in this paper is deposited in the GenBank database under
accession number GQ165812.
Abbreviations
(BAC): Bacterial artificial chromosome; (TE): transposa-
ble elements; (FISH): fluorescence in situ hybridization;
(ESTs): expressed sequence tags;
Authors' contributions
EMS, ABS and EAS carried out the molecular genetic stud-
ies and data analysis. IGA performed FISH analysis. HB
and CH carried out the BAC clone sequencing. DAA par-
ticipated in nucleotide sequence annotation. EAS drafted
and edited the manuscript. BC conducted the coordina-
tion of BAC analysis and the manuscript conception. All
authors read and approved the final manuscript.
Additional material
Acknowledgements
The work was supported by the Presidium of the Russian Academy of Sci-
ences under the program "Biodiversity" and Russian Foundation for Basic 
Research (grant no. 09-04-92860).
References
1. Pryde FE, Louis EJ: Saccharomyces cerevisiae telomeres. A
review.  Biochemistry (Mosk) 1997, 62(11):1232-1241.
2. Mefford HC, Trask BJ: The complex structure and dynamic
evolution of human subtelomeres.  Nat Rev Genet 2002,
3(2):91-102.
3. Kuo HF, Olsen KM, Richards EJ: Natural variation in a subtelom-
eric region of Arabidopsis: implications for the genomic
dynamics of a chromosome end.  Genetics 2006, 173(1):401-417.
4. Fajkus J, Kovarik A, Kralovics R, Bezdek M: Organization of telo-
meric and subtelomeric chromatin in the higher plant Nico-
tiana tabacum.  Mol Gen Genet 1995, 247(5):633-638.
Additional file 1
Alignment of the DNA sequences of 25 Spelt52.2 units contained in 
BAC_2050O8. The consensus sequence for these Spelt52.2 units is 
derived by Multalin program [41]. The conserved positions in consensus 
were shown with capital letters and the variable, with lower-case letters. 
The 25 Spelt52.2 units were aligned; the conserved nucleotide positions 
are indicated by dot, the variable by letters, and the gaps by dashes. For 
each unit, the sequence length and homology to consensus are specified.
Click here for file
[http://www.biomedcentral.com/content/supplementary/1471-
2164-10-414-S1.pdf]BMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
Page 13 of 14
(page number not for citation purposes)
5. Burr B, Burr FA, Matz EC, Romero-Severson J: Pinning down loose
ends: mapping telomeres and factors affecting their length.
Plant Cell 1992, 4(8):953-960.
6. Richards EJ, Ausubel FM: Isolation of a higher eukaryotic tel-
omere from Arabidopsis thaliana.  Cell 1988, 53(1):127-136.
7. Pich U, Fuchs J, Schubert I: How do Alliaceae stabilize their chro-
mosome ends in the absence of TTTAGGG sequences?  Chro-
mosome Res 1996, 4(3):207-213.
8. Adams SP, Hartman TP, Lim KY, Chase MW, Bennett MD, Leitch IJ,
Leitch AR: Loss and recovery of Arabidopsis-type telomere
repeat sequences 5'-(TTTAGGG)(n)-3' in the evolution of a
major radiation of flowering plants.  Proc Biol Sci 2001,
268(1476):1541-1546.
9. Ohtsubo H, Umeda M, Ohtsubo E: Organization of DNA
sequences highly repeated in tandem in rice genomes.  Jpn J
Genet 1991, 66(3):241-254.
10. Wu KS, Tanksley SD: Genetic and physical mapping of telom-
eres and macrosatellites of rice.  Plant Mol Biol 1993,
22(5):861-872.
11. Vershinin AV, Schwarzacher T, Heslop-Harrison JS: The large-scale
genomic organization of repetitive DNA families at the tel-
omeres of rye chromosomes.  Plant Cell 1995, 7(11):1823-1833.
12. Salina EA, Lim YK, Badaeva ED, Shcherban AB, Adonina IG, Amosova
AV, Samatadze TE, Vatolina TYu, Zoshchuk SA, Leitch AR: Phyloge-
netic reconstruction of Aegilops section Sitopsis and the evo-
lution of tandem repeats in the diploids and derived wheat
polyploids.  Genome 2006, 49(8):1023-1035.
13. Jones JDG, Flavell RB: The structure, amount and chromo-
somal localization of defined repeated DNA sequences in
species of the genus Secale.  Chromosoma 1982, 86(5):613-641.
14. Salina EA, Pestsova EG, Adonina IG, Vershinin AV: Identification of
new family of tandem repeats in Triticeae genomes.  Euphytica
1998, 100:231-237.
15. Ohmido N, Fukui K: Visual verification of close disposition
between a rice A genome-specific DNA sequence (TrsA) and
the telomere sequence.  Plant Mol Biol 1997, 35(6):963-968.
16. Alkhimova OG, Mazurok NA, Potapova TA, Zakian SM, Heslop-Har-
rison JS, Vershinin AV: Diverse patterns of the tandem repeats
organization in rye chromosomes.  Chromosoma 2004,
113(1):42-52.
17. Ganal MW, Lapitan NL, Tanksley SD: Macrostructure of the
tomato telomeres.  Plant Cell 1991, 3(1):87-94.
18. Zhong XB, Fransz PF, Wennekes-van Eden J, Ramanna MS, van Kam-
men A, Zabel P, Hans de Jong J: FISH studies reveal the molecu-
lar and chromosomal organization of individual telomere
domains in tomato.  Plant J 1998, 13(4):507-517.
19. Sykorova E, Cartagena J, Horakova M, Fukui K, Fajkus J: Character-
ization of telomere-subtelomere junctions in Silene latifolia.
Mol Genet Genomics 2003, 269(1):13-20.
20. Kilian A, Kleinhofs A: Cloning and mapping of telomere - asso-
ciated sequences from Hordeum vulgare L.  Mol Gen Genet 1992,
235(1):153-156.
21. Riethman HC, Xiang Z, Paul S, Morse E, Hu XL, Flint J, Chi HC, Grady
DL, Moyzis RK: Integration of telomere sequences with the
draft human genome sequence.  Nature 2001,
409(6822):948-951.
22. Riethman H, Ambrosini A, Castaneda C, Finklestein J, Hu XL,
Mudunuri U, Paul S, Wei J: Mapping and initial analysis of human
subtelomeric sequence assemblies.  Genome Res 2004,
14(1):18-28.
23. Yang TJ, Yu Y, Chang SB, de Jong H, Oh CS, Ahn SN, Fang E, Wing
RA:  Toward closing rice telomere gaps: mapping and
sequence characterization of rice subtelomere regions.
Theor Appl Genet 2005, 111(3):467-478.
24. Chalhoub B, Belcram H, Caboche M: Efficient cloning of plant
genomes into bacterial artificial chromosome (BAC) librar-
ies with larger and more uniform insert size.  Plant Biotechnol J
2004, 2(3):181-188.
25. Zhang P, Friebe B, Gill BS: Variation in the distribution of a
genome-specific DNA sequence on chromosomes reveals
evolutionary relationships in the Triticum and Aegilops com-
plex.  Plant Syst Evol 2002, 235:169-179.
26. Salina EA, Adonina IG, Vatolina TY, Kurata N: A comparative anal-
ysis of the composition and organization of two subtelom-
eric repeat families in Aegilops speltoides Tausch. and related
species.  Genetica 2004, 122(3):227-237.
27. McIntyre CL, Pereira S, Moran LB, Appels R: New Secale cereale
(rye) DNA derivatives for the detection of rye chromosome
segments in wheat.  Genome 1990, 33(5):635-640.
28. Nagaki K, Tsujimoto H, Isono K, Sasakuma T: Molecular character-
ization of a tandem repeat, Afa family, and its distribution
among Triticeae.  Genome 1995, 38(3):479-486.
29. Schneider A, Linc G, Molnar-Lang M: Fluorescence in situ hybrid-
ization polymorphism using two repetitive DNA clones in
different cultivars of wheat.  Plant Breeding 2003, 122(5):396-400.
30. Zhang P, Li W, Fellers FP, Gill BS: BAC-FISH in wheat identifies
chromosome landmarks consisting of different types of
transposable elements.  Chromosoma 2004, 112(6):288-299.
31. Chantret N, Salse J, Sabot F, Rahman S, Bellec A, Laubin B, Dubois I,
Dossat C, Sourdille P, Joudrier P, Gautier MF, Cattolico L, Beckert M,
Aubourg S, Weissenbach J, Caboche M, Bernard M, Leroy P, Chal-
houb B: Molecular basis of evolutionary events that shaped
the hardness locus in diploid and polyploid wheat species
(Triticum and Aegilops).  Plant Cell 2005, 17(4):1033-1045.
32. Wicker T, Matthews DE, Keller B: TREP: A database for Trit-
iceae repetitive elements.  Trends Plant Sci 2002, 7:561-562 [http:/
/wheat.pw.usda.gov/ITMI/Repeats].
33. Altschul SF, Gish W, Miller W, Myers EW, Lipman DJ: Basic local
alignment search tool.  J Mol Biol 1990, 215(3):403-410.
34. Jurka J: Repbase update: A database and an electronic journal
of repetitive elements.  Trends Genet 2000, 9:418-420 [http://
www.girinst.org/Repbase_Update.html].
35. Kohany O, Gentles AJ, Hankus L, Jurka J: Annotation, submission
and screening of repetitive elements in Repbase: Rep-
baseSubmitter and Censor.  BMC Bioinformatics 2006, 7:474.
36. Lomsadze A, Ter-Hovhannisyan V, Chernoff Y, Borodovsky M: Gene
identification in novel eukaryotic genomes by self-training
algorithm.  Nucleic Acids Res 2005, 33(20):6494-6506.
37. FGENESH (HMM-based gene structure prediction)
[http:linux1.softberry.com/berry.phtml?topic=fgenesh&group=pro
grams&subgroup=gfind]
38. GrainGenes database   [http://wheat.pw.usda.gov/GG2/
blast.shtml]
39. See DR, Brooks S, Nelson JC, Brown-Guedira G, Friebe B, Gill BS:
Gene evolution at the ends of wheat chromosomes.  Proc Natl
Acad Sci USA 2006, 103(11):4162-4167.
40. Rice Genome Annotation Project database   [http://rice.plant
biology.msu.edu/]
41. Corpet F: Multiple sequence alignment with hierarchical clus-
tering.  Nucleic Acids Res 1988, 16(22):10881-10890.
42. Tamura K, Dudley J, Nei M, Kumar S: MEGA4: Molecular Evolu-
tionary Genetics Analysis (MEGA) Software Version 4.0.  Mol
Biol Evol 2007, 24(8):1596-1599.
43. Mizuno H, Wu J, Kanamori H, Fujisawa M, Namiki N, Saji S, Katagiri
S, Katayose Y, Sasaki T, Matsumoto T: Sequencing and character-
ization of telomere and subtelomere regions on rice chro-
mosomes 1S, 2S, 2L, 6L, 7S, 7L and 8S.  Plant J 2006,
46(2):206-217.
44. International Wheat Genome Sequencing Consortium
[http://www.wheatgenome.org/index.php]
45. Adonina IG, Salina EA: The mechanisms of variation of subtelo-
meric repeats Spelt1 in the progeny of Introgressive line
Triticum aestivum L. × Aegilops speltoides Tausch.  Russ J Genet
2007, 43(4):458-460.
46. Giorgi D, D'Ovidio R, Tanzarella OA, Ceoloni C, Porceddu E: Isola-
tion and characterization of S genome specific sequences
from  Aegilops  sect.  Sitopsis  species.  Genome 2003,
46(3):478-489.
47. Tsujimoto H, Mukai Y, Akagawa K, Nagaki K, Fujigaki J, Yamamoto M,
Sasakuma T: Identification of individual barley chromosomes
based on repetitive sequences: conservative distribution of
Afa-family repetitive sequences on the chromosomes of bar-
ley and wheat.  Genes Genet Syst 1997, 72(5):303-309.
48. Salina EA: Tandem repeats in the evolution of polyploid
wheats and Aegilops  section  Sitopsis.  Isr J Plant Sci 2007,
55:231-240.
49. Vershinin AV, Alkhimova EG, Heslop-Harrison JS: Molecular diver-
sification of tandemly organized DNA sequences and hetero-
chromatic chromosome regions in some Triticeae species.
Chromosome Res 1996, 4(7):517-525.
50. Miftahudin , Ross K, Ma X-F, Mahmoud A, Layton J, Rodriguez M,
Chikmawati T, Ramalingam J, Feril O, Pathan MS, Surlan Momirovic G,Publish with BioMed Central    and   every 
scientist can read your work free of charge
"BioMed Central will be the most significant development for 
disseminating the results of biomedical research in our lifetime."
Sir Paul Nurse, Cancer Research UK
Your research papers will be:
available free of charge to the entire biomedical community
peer reviewed and published  immediately upon acceptance
cited in PubMed and archived on PubMed Central 
yours — you keep the copyright
Submit your manuscript here:
http://www.biomedcentral.com/info/publishing_adv.asp
BioMedcentral
BMC Genomics 2009, 10:414 http://www.biomedcentral.com/1471-2164/10/414
Page 14 of 14
(page number not for citation purposes)
Kim S, Chema K, Fang P, Haule L, Struxness H, Birkes J, Yaghoubian
C, Skinner R, Nguyen V, Linkiewicz AM, Dubcovsky J, Akhunov ED,
Dvorak J, Dilbirligi M, Gill KS, Peng JH, Lapitan NLV, Bermudez-Kan-
dianis CE, Sorrells ME, Hossain KG, Kalavacharla V, Kianian SF, Lazo
G, Chao S, Anderson OD, Qi L, Gill BS, Gonzalez J, Wennerlind E,
Anderson JA, Choi D-W, Fenton D, Close TJ, McGuire PE, Qualset
CO, Nguyen HT, Gustafson JP: Analysis of expressed sequence
tag loci on wheat chromosome group 4.  Genetics 2004,
168(2):651-663.
51. Sorrells ME, La Rota M, Bermudez-Kandianis CE, Greene RA, Kantety
R, Munkvold JD, Miftahudin , Mahmoud A, Ma X, Gustafson PJ, Qi LL,
Echalier B, Gill BS, Matthews DE, Lazo GR, Chao S, Anderson OD,
Edwards H, Linkiewicz AM, Dubcovsky J, Akhunov ED, Dvorak J,
Zhang D, Nguyen HT, Peng J, Lapitan NL, Gonzalez-Hernandez JL,
Anderson JA, Hossain K, Kalavacharla V, Kianian SF, Choi DW, Close
TJ, Dilbirligi M, Gill KS, Steber C, Walker-Simmons MK, McGuire PE,
Qualset CO: Comparative DNA sequence analysis of wheat
and rice genomes.  Genome Res 2003, 13(8):1818-1827.
52. Devos KM, Ma J, Pontaroli AC, Pratt LH, Bennetzen JL: Analysis and
mapping of randomly chosen bacterial artificial chromo-
some clones from hexaploid bread wheat.  Proc Natl Acad Sci
USA 2005, 102(52):19243-19248.
53. Sabot F, Guyot R, Wicker T, Chantret N, Laubin B, Chalhoub B, Leroy
P, Sourdille P, Bernard M: Updating of transposable element
annotations from large wheat genomic sequences reveals
diverse activities and gene associations.  Mol Genet Genomics
2005, 274(2):119-130.
54. Charles M, Belcram H, Just J, Huneau C, Viollet A, Couloux A, Segu-
rens B, Carter M, Huteau V, Coriton O, Appels R, Samain S, Chalhoub
B:  Dynamics and differential proliferation of transposable
elements during the evolution of the B and A genomes of
wheat.  Genetics 2008, 180(2):1071-1086.
55. Sambrook J, Fritsch EF, Maniatis T: Molecular Cloning, A Laboratory
Manual 2nd edition. Cold Spring Harbor Laboratory Press; 1989. 
56. Chu G, Vollrath D, Davis RW: Separation of large DNA mole-
cules by contour-clamped homogeneous electric fields.  Sci-
ence 1986, 234(4783):1582-1585.
57. Ijdo JW, Wells RA, Baldini A, Reeders ST: Improved telomere
detection using a telomere repeat probe (TTAGGG)n gen-
erated by PCR.  Nucleic Acids Res 1991, 19(17):4780.
58. Feinberg AP, Vogelstein BA: A technique for radiolabeling DNA
restriction endonuclease fragments to high specific activity.
Anal Biochem 1983, 132(1):6-13.
59. Kafatos TC, Jopes CW, Efstratiadis A: Determination of nucleic
acid sequence homologies and relative concentrations by a
dot hybridization procedure.  Nucleic Acids Res 1979,
7(6):1541-1552.
60. Badaeva ED, Friebe B, Gill BS: Genome differentiation in
Aegilops. 1. Distribution of highly repetitive DNA sequences
on chromosome of diploid species.  Genome 1996,
39(2):293-306.
61. Friebe B, Gill BS: Chromosome banding and genome analysis
in diploid and cultivated polyploid wheats.  I n  Methods of
genome analysis in plants Edited by: Jauhar PP. Boca Raton: CRC Press;
1996:39-60. 
62. NCBI non-redundant databases   [http://www.ncbi.nlm.nih.gov]